sequences evolving under a mixture of neutrality and negative selection. I 11 argue here that this presentation of the performance of fitmodel is mislead-12 ing and should not deter evolutionary biologists from using this approach in 13 exploratory analyses of selection patterns at the molecular level. Table 1 of Murrell et al. (2015) ).
34
For larger data sets, BUSTED outperforms fitmodel when 10% of the sites 
66
It is particularly true in this case since the data sets were generated under 67 a null hypothesis that does not match exactly the null model fitted to the 68 alignments. In this situation (which is commonplace in practice), there is no 69 guarantee that the type-I error proportion can be controlled appropriately. Table 1 ). fitmodel is well suited for exploratory analy- 
